UniprotKB Entry name organism (full name oglcnacscore oglcnac phosphorylation sites [PMIDS |[sequence intracellular extracellular|cytosol nucleus mitochndrion end}oplasmlc golgi [plasma extl:acellular
ID sites reticulum apparatus [membrane [region
P78363 IABCA4 HUMAN Homo Retinal- 25.090618 S1531 [T901;S1185;T1313;S131735289036 MGFVRQIQLLLWKNWTLRKRQKIRF [False True 1.871 |2.019 1.995 5.0 1.262 4.245 1.897
sapiens specific VVELVWPLSLFLVLIWLRNANPLYS

phospholipid- HHECHFPNKAMPSAGMLPWLQGIF

transporting CNVNNPCFQSPTPGESPGIVSNYNN

ATPase SILARVYRDFQELLMNAPESQHLGRI

IABCA4 WTELHILSQFMDTLRTHPERIAGRGI

RIRDILKDEETLTLFLIKNIGLSDSVV
YLLINSQVRPEQFAHGVPDLALKDIA
CSEALLERFIIFSQRRGAKTVRYALC
SLSQGTLQWIEDTLYANVDFFKLFR
IVLPTLLDSRSQGINLRSWGGILSDM
SPRIQEFIHRPSMQDLLWVTRPLMQ
NGGPETFTKLMGILSDLLCGYPEGG
GSRVLSFNWYEDNNYKAFLGIDSTR
KDPIYSYDRRTTSFCNALIQSLESNP
LTKIAWRAAKPLLMGKILYTPDSPAA
RRILKNANSTFEELEHVRKLVKAWE
EVGPQIWYFFDNSTQMNMIRDTLG
NPTVKDFLNRQLGEEGITAEAILNFL
YKGPRESQADDMANFDWRDIFNITD
RTLRLVNQYLECLVLDKFESYNDET
QLTQRALSLLEENMFWAGVVFPDM
'YPWTSSLPPHVKYKIRMDIDVVEKT
NKIKDRYWDSGPRADPVEDFRYIWG
GFAYLQDMVEQGITRSQVQAEAPVG
IYLQQMPYPCFVDDSFMIILNRCFPI
FMVLAWIYSVSMTVKSIVLEKELRLK
ETLKNQGVSNAVIWCTWFLDSFSIM
SMSIFLLTIFIMHGRILHYSDPFILFL
FLLAFSTATIMLCFLLSTFFSKASLAA
IACSGVIYFTLYLPHILCFAWQDRMTA
ELKKAVSLLSPVAFGFGTEYLVRFEE
QGLGLQWSNIGNSPTEGDEFSFLLS
MQMMLLDAAVYGLLAWYLDQVFPG
DYGTPLPWYFLLQESYWLGGEGCST
REERALEKTEPLTEETEDPEHPEGIH
DSFFEREHPGWVPGVCVKNLVKIFE
PCGRPAVDRLNITFYENQITAFLGHN
GAGKTTTLSILTGLLPPTSGTVLVGG
RDIETSLDAVRQSLGMCPQHNILFH
HLTVAEHMLFYAQLKGKSQEEAQLE
MEAMLEDTGLHHKRNEEAQDLSGG
MQRKLSVAIAFVGDAKVVILDEPTSG
IVDPYSRRSIWDLLLKYRSGRTIIMST
HHMDEADLLGDRIAITAQGRLYCSGT
PLFLKNCFGTGLYLTLVRKMKNIQS
QRKGSEGTCSCSSKGFSTTCPAHVD
DLTPEQVLDGDVNELMDVVLHHVP
EAKLVECIGQELIFLLPNKNFKHRAY
IASLFRELEETLADLGLSSFGISDTPL
EEIFLKVTEDSDSGPLFAGGAQQKR
ENVNPRHPCLGPREKAGQTPQDSN
IVCSPGAPAAHPEGQPPPEPECPGPQ
LNTGTQLVLQHVQALLVKRFQHTIR
SHKDFLAQIVLPATFVFLALMLSIVIP
PFGEYPALTLHPWIYGQQYTFFSMD
EPGSEQFTVLADVLLNKPGFGNRCL
KEGWLPEYPCGNSTPWKTPSVSPNI
TQLFQKQKWTQVNPSPSCRCSTREK
LTMLPECPEGAGGLPPPQRTQRSTEI
LQDLTDRNISDFLVKTYPALIRSSLK
SKFWVNEQRYGGISIGGKLPVVPITG
EALVGFLSDLGRIMNVSGGPITREAS
KEIPDFLKHLETEDNIKVWFNNKGW
HALVSFLNVAHNAILRASLPKDRSP
EEYGITVISQPLNLTKEQLSEITVLTT
SVDAVVAICVIFSMSFVPASFVLYLIQ
ERVNKSKHLQFISGVSPTTYWVTNF
LWDIMNYSVSAGLVVGIFIGFQKKAY
TSPENLPALVALLLLYGWAVIPMMY
PASFLFDVPSTAYVALSCANLFIGINS
SAITFILELFENNRTLLRFNAVLRKL
LIVFPHFCLGRGLIDLALSQAVTDVY
IARFGEEHSANPFHWDLIGKNLFAM
IVVEGVVYFLLTLLVQRHFFLSQWIAE
PTKEPIVDEDDDVAEERQRIITGGNK
TDILRLHELTKIYPGTSSPAVDRLCV
GVRPGECFGLLGVNGAGKTTTFKML
TGDTTVTSGDATVAGKSILTNISEVH




QNMGYCPQFDAIDELLTGREHLYLY
IARLRGVPAEEIEKVANWSIKSLGLTV
IYADCLAGTYSGGNKRKLSTAIALIGC
PPLVLLDEPTTGMDPQARRMLWNVI
IVSIIREGRAVVLTSHSMEECEALCTR
LAIMVKGAFRCMGTIQHLKSKFGDG
IYIVTMKIKSPKDDLLPDLNPVEQFFQ
GNFPGSVQRERHYNMLQFQVSSSS
LARIFQLLLSHKDSLLIEEYSVTQTTL
DQVFVNFAKQQTESHDLPLHPRAAG
IASRQAQD




